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220 qatIcoronavirusesIrelatedItoISpRSVroVVaIandIinfectiousIforIhumanIcellsWWINatureUI2022UI 50.4 36

219 quicksomiISelfVOrganizingIαapsIonIvPUsIforIclusteringIofImolecularIdynamicsItrajectoriesWI
BioinformaticsUI2021UIbfUIaYecVaYed 7.2 4

218 putomaticIqayesianIWeightingIforISpXSIsataWIFrontiersgingMoleculargBiosciencesUI2021UIgUIefZYZZ 5.6 1

217 wostVPathogenIpdhesionIasItheIqasisIofIxnnovativeIsiagnosticsIforItmergingIPathogensWI
DiagnosticsUI2021UIZZUI 3.8 3

216 TheIiPPxVsqIinitiativeiIpIrommunityVcenteredIdatabaseIofIProteinVProteinIxnteractionImodulatorsWI
BioinformaticsUI2021UI 7.2 4

215 StructuralIdeterminationIofIStreptococcusIpyogenesIαZIproteinIinteractionsIwithIhumanI
immunoglobulinIvIusingIintegrativeIstructuralIbiologyWIPLoSgComputationalgBiologyUI2021UIZfUIeZYYgZeh5 3

214 wUI´ NIandIrIresonanceIassignmentsIofItheIrVterminalIdomainIofIPul UIaIcomponentIofItheIzlebsiellaI
oxytocaItypeIxxIsecretionIsystemWIBiomoleculargNMRgAssignmentsUI2021UIZdUIcddVcdh 0.7 0

213 romputationalIandIbiochemicalIanalysisIofItypeIxVIpilusIdynamicsIandIstabilityWIStructureUI2021UIahUIZbhfVZcYhWee5.2 1

212 xnseepiIbsIfullyIconvolutionalIneuralInetworksItoIassistIinIsilicoIdrugIdesignIonIproteinVproteinI
interactionsWWIBioinformaticsUI2021UI 7.2 2

211 qayesianIinferenceIofIchromatinIstructureIensemblesIfromIpopulationVaveragedIcontactIdataWI
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaUI2020UIZZfUIfgacVfgbY 11.5 5

210 QuantitativeIStructuralIxnterpretationIofIProteinIrrosslinksWIStructureUI2020UIagUIfdVgaWec 5.2 4

209 StructureIandIfunctionIofIminorIpilinsIofItypeIxVIpiliWIMedicalgMicrobiologygandgImmunologyUI2020UI
aYhUIbYZVbYg 4 20

208 pRxpwebiIaIserverIforIautomatedINαRIstructureIcalculationWINucleicgAcidsgResearchUI2020UIcgUIWcZVWcf 20.1 3

207 synamicsIofIaItypeIaIsecretionIsystemIpseudopilusIunraveledIbyIcomplementaryIapproachesWI
JournalgofgBiomoleculargNMRUI2019UIfbUIahbVbYb 3 6

206 StructureIandIpssemblyIofItheItnterohemorrhagicItscherichiaIcoliITypeIcIPilusWIStructureUI2019UIafUIZYgaVZYhbWed5.2 13

205 iIronsistentIxdentificationIofIPlausibleIqindingISitesIsespiteItheItlusiveINatureIofIravitiesIandI
vroovesIinIProteinIsynamicsWIJournalgofgChemicalgInformationgandgModelingUI2019UIdhUIbdYeVbdZg 6.1 9

204 qayesianIWeighingIofItlectronIrryoVαicroscopyIsataIforIxntegrativeIStructuralIαodelingWIStructureUI
2019UIafUIZfdVZggWee 5.2 24
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203 TargetItngagementIandIqindingIαodeIofIanIpntituberculosisIsrugItoIxtsIqacterialITargetI
secipheredIinIWholeI ivingIrellsIbyINαRWIBiochemistryUI2019UIdgUIdaeVdbb 3.2 11

202 αinimalINαRIdistanceIinformationIforIrigidityIofIproteinIgraphsWIDiscretegAppliedgMathematicsUI
2019UIadeUIhZVZYc 1 19

201 SequenceVspecificIsNpIbindingIactivityIofItheIcrossVbraceIzincIfingerImotifIofItheIpiggyqacI
transposaseWINucleicgAcidsgResearchUI2018UIceUIaeeYVaeff 20.1 14

200 OrderingIProteinIrontactIαatricesWIComputationalgandgStructuralgBiotechnologygJournalUI2018UIZeUIZcYVZde6.8

199 TuningIintervalIqranchVandVPruneIforIproteinIstructureIdeterminationWIJournalgofgGlobalg
OptimizationUI2018UIfaUIZYhVZaf 1.5 12

198 xdentificationIofInovelIleishmanicidalImoleculesIbyIvirtualIandIbiochemicalIscreeningsItargetingI
 eishmaniaIeukaryoticItranslationIinitiationIfactorIcpWIPLoSgNeglectedgTropicalgDiseasesUI2018UIZaUIeYYYeZeY4.8 13

197 putomaticIquildingIofIProteinIptomicIαodelsIfromIrryoVtαIαapsWIBiophysicalgJournalUI2018UIZZcUIZhYaVZhZa2.9 2

196 ronformationalIsamplingIofIrpxpiIronnectingIwpαPImotionsItoItheIhistidineIkinaseIfunctionWIPLoSg
ONEUI2018UIZbUIeYaYfghh 3.7 1

195 NicotineIreversesIhypofrontalityIinIanimalImodelsIofIaddictionIandIschizophreniaWINaturegMedicineUI
2017UIabUIbcfVbdc 50.5 107

194 StructuralIrharacterizationIofIWhirlinIRevealsIanIUnexpectedIandIsynamicISupramoduleI
ronformationIofIxtsIPsZITandemWIStructureUI2017UIadUIZecdVZedeWed 5.2 16

193 StructureIofItheIcalciumVdependentItypeIaIsecretionIpseudopilusWINaturegMicrobiologyUI2017UIaUIZegeVZehd26.6 38

192
xnISilicoIpredictionIofItheImolecularIbasisIofIrlTxIandIparTxIinteractionIwithImatrixI
metalloproteinaseVaIQααPVaRItoIinhibitIgliomaIcellIinvasionWIJournalgofgBiomoleculargStructuregandg
DynamicsUI2017UIbdUIagZdVagah

3.6 12

191 SpSIprofileIcorrelationsIrevealISpSIhierarchicalInatureIandIinformationIcontentWIPLoSgONEUI2017UI
ZaUIeYZffbYh 3.7 5

190 xmprovedIlargeVscaleIpredictionIofIgrowthIinhibitionIpatternsIusingItheINrxeYIcancerIcellIlineI
panelWIBioinformaticsUI2016UIbaUIgdVhd 7.2 60

189 StructureIofIromplementIrbQwaORIRevealedIqyIQuantitativeIrrossV inkingXαassISpectrometryIpndI
αodelingWIMoleculargandgCellulargProteomicsUI2016UIZdUIafbYVcb 7.6 46

188 xnferentialIStructureIseterminationIofIrhromosomesIfromISingleVrellIwiVrIsataWIPLoSg
ComputationalgBiologyUI2016UIZaUIeZYYdaha 5 36

187 αodificationIinIhydrophobicIpackingIofIwpαPIdomainIinducesIaIdestabilizationIofItheI
autoVphosphorylationIsiteIinItheIhistidineIkinaseIrpxpWIBiopolymersUI2016UIZYdUIefYVga 2.2 2

186 putomatedIstructureImodelingIofIlargeIproteinIassembliesIusingIcrosslinksIasIdistanceIrestraintsWI
NaturegMethodsUI2016UIZbUIdZdVaY 21.6 44
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185 quildingIvraphsIToIsescribeIsynamicsUIzineticsUIandItnergeticsIinItheIdVp aidV acI igaseIVanpWI
JournalgofgChemicalgInformationgandgModelingUI2016UIdeUIZfeaVfd 6.1 4

184 TemperatureIpcceleratedIαolecularIsynamicsIwithISoftVRatchetingIrriterionIOrientsItnhancedI
SamplingIbyI owVResolutionIxnformationWIJournalgofgChemicalgTheorygandgComputationUI2015UIZZUIbcceVdc6.4 11

183 OutcomeIofItheIuirstIwwPsqIwybridXxntegrativeIαethodsITaskIuorceIWorkshopWIStructureUI2015UI
abUIZZdeVef 5.2 131

182 xmprovedIreliabilityUIaccuracyIandIqualityIinIautomatedINαRIstructureIcalculationIwithIpRxpWI
JournalgofgBiomoleculargNMRUI2015UIeaUIcadVbg 3 18

181 pnIalgorithmItoIenumerateIallIpossibleIproteinIconformationsIverifyingIaIsetIofIdistanceI
constraintsWIBMCgBioinformaticsUI2015UIZeUIab 3.6 32

180 xdentificationIofIbindingIsitesIandIfavorableIligandIbindingImoietiesIbyIvirtualIscreeningIandI
selfVorganizingImapIanalysisWIBMCgBioinformaticsUI2015UIZeUIhb 3.6 11

179 PrincipalIromponentIpnalysisIrevealsIcorrelationIofIcavitiesIevolutionIandIfunctionalImotionsIinI
proteinsWIJournalgofgMoleculargGraphicsgandgModellingUI2015UIddUIZbVac 2.8 29

178 SpSIProfileIrorrelationsIRevealItheIwierarchicalINatureIofISpSIsataIandISuggestINewIScoringI
StrategiesWIBiophysicalgJournalUI2015UIZYgUIcda 2.9

177 NαRItxchangeIuormatiIaIunifiedIandIopenIstandardIforIrepresentationIofINαRIrestraintIdataWI
NaturegStructuralgandgMoleculargBiologyUI2015UIaaUIcbbVc 17.6 26

176 pnIautomaticItoolItoIanalyzeIandIclusterImacromolecularIconformationsIbasedIonIselfVorganizingI
mapsWIBioinformaticsUI2015UIbZUIZchYVa 7.2 19

175 NeisseriaImeningitidisITypeIxVIPiliIromposedIofISequenceIxnvariableIPilinsIpreIαaskedIbyIαultisiteI
vlycosylationWIPLoSgPathogensUI2015UIZZUIeZYYdZea 7.6 42

174 uunctionalImotionsImodulatingIVanpIligandIbindingIunraveledIbyIselfVorganizingImapsWIJournalgofg
ChemicalgInformationgandgModelingUI2014UIdcUIaghVbYZ 6.1 11

173 ronvectiveIReplicaVtxchangeIinItrgodicIRegimesWIJournalgofgChemicalgTheorygandgComputationUI
2014UIZYUIhdbVg 6.4 3

172 romputationalIdesignIofIproteinVbasedIinhibitorsIofIPlasmodiumIvivaxIsubtilisinVlikeIZIproteaseWI
PLoSgONEUI2014UIhUIeZYhaeh 3.7 1

171 αodqaseUIaIdatabaseIofIannotatedIcomparativeIproteinIstructureImodelsIandIassociatedI
resourcesWINucleicgAcidsgResearchUI2014UIcaUIsbbeVce 20.1 207

170 StabilizationIofItheIintegraseVsNpIcomplexIbyIαgaTIionsIandIpredictionIofIkeyIresiduesIforIbindingI
wxVVZIintegraseIinhibitorsWIProteins:gStructurevgFunctiongandgBioinformaticsUI2014UIgaUIceeVfg 4.2 12

169 sistinctIdockingIandIstabilizationIstepsIofItheIPseudopilusIconformationalItransitionIpathIsuggestI
rotationalIassemblyIofItypeIxVIpilusVlikeIfibersWIStructureUI2014UIaaUIegdVhe 5.2 40

168 SpXSIαergeiIanIautomatedIstatisticalImethodItoImergeISpXSIprofilesIusingIvaussianIprocessesWI
JournalgofgSynchrotrongRadiationUI2014UIaZUIaYbVg 2.4 12
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167 RecommendationsIofItheIwwPsqINαRIValidationITaskIuorceWIStructureUI2013UIaZUIZdebVfY 5.2 117

166 xnISilicoIscreeningIonItheIthreeVdimensionalImodelIofItheIPlasmodiumIvivaxISUqZIproteaseIleadsItoI
theIvalidationIofIaInovelIantiVparasiteIcompoundWIJournalgofgBiologicalgChemistryUI2013UIaggUIZgdeZVfb 5.4 15

165 pIconvectiveIreplicaVexchangeImethodIforIsamplingInewIenergyIbasinsWIJournalgofgComputationalg
ChemistryUI2013UIbcUIZbaVcY 3.5 16

164 sistanceIveometryIinIStructuralIqiologyiINewIPerspectivesI2013UIbahVbdY 10

163 qlindItestingIofIroutineUIfullyIautomatedIdeterminationIofIproteinIstructuresIfromINαRIdataWI
StructureUI2012UIaYUIaafVbe 5.2 64

162 tfficientIαodelingIofISymmetricIProteinIpggregatesIfromINαRIsataWIAngewandtegChemieUI2012UI
ZacUIfYaaVfYad 3.6

161 tfficientImodelingIofIsymmetricIproteinIaggregatesIfromINαRIdataWIAngewandtegChemiegwg
InternationalgEditionUI2012UIdZUIehZeVh 16.4 7

160 romputationalIapproachesItoItheIinterpretationIofINαRIdataIforIstudyingIproteinIdynamicsWI
ChemicalgPhysicsUI2012UIbheUIZacVZbc 2.3 8

159  obelineIsockingIonIprhqPIandINicotinicIReceptorsiIsiscriminatingIxmportanceIofItheIPocketI
veometryIandIofItheI igandIronfigurationWILettersgingDruggDesigngandgDiscoveryUI2012UIhUIdcVea 0.8 2

158 pRxpIforIsolutionIandIsolidVstateINαRWIMethodsgingMoleculargBiologyUI2012UIgbZUIcdbVgb 1.4 38

157 αodelingIpilusIstructuresIfromIsparseIdataWIJournalgofgStructuralgBiologyUI2011UIZfbUIcbeVcc 3.4 34

156 PosttranslationalImodificationIofIpiliIuponIcellIcontactItriggersINWImeningitidisIdisseminationWI
ScienceUI2011UIbbZUIffgVga 33.3 149

155 romputationalIreverseVengineeringIofIaIspiderVvenomIderivedIpeptideIactiveIagainstIPlasmodiumI
falciparumISUqZWIPLoSgONEUI2011UIeUIeaZgZa 3.7 26

154 pIroleIforIspecificIcollagenImotifsIduringIwoundIhealingIandIinflammatoryIresponseIofIfibroblastsI
inItheIteleostIfishIgiltheadIseabreamWIMoleculargImmunologyUI2011UIcgUIgaeVbc 4.3 36

153 siscriminationIofIagonistsIversusIantagonistsIofInicotinicIligandsIbasedIonIdockingIontoIprhqPI
structuresWIJournalgofgMoleculargGraphicsgandgModellingUI2011UIbYUIZYYVh 2.8 15

152 TheIredundancyIofINαRIrestraintsIcanIbeIusedItoIaccelerateItheIunfoldingIbehaviorIofIanISwbI
domainIduringImolecularIdynamicsIsimulationsWIBMCgStructuralgBiologyUI2011UIZZUIce 2.7 1

151 qayesianIestimationIofINαRIrestraintIpotentialIandIweightiIaIvalidationIonIaIrepresentativeIsetIofI
proteinIstructuresWIProteins:gStructurevgFunctiongandgBioinformaticsUI2011UIfhUIZdadVbf 4.2 20

150 vridIcomputingIforIimprovingIconformationalIsamplingIinINαRIstructureIcalculationWIBioinformatics
UI2011UIafUIZfZbVc 7.2 2
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149 xnfluenceIofIPruningIsevicesIonItheISolutionIofIαolecularIsistanceIveometryIProblemsWILectureg
NotesgingComputergScienceUI2011UIaYeVaZf 0.9 10

148 prchitectureIofItheIRNpIpolymeraseIxxVTuxxuIcomplexIrevealedIbyIcrossVlinkingIandImassI
spectrometryWIEMBOgJournalUI2010UIahUIfZfVae 13 322

147 VisualizationIofImacromolecularIstructuresWINaturegMethodsUI2010UIfUIScaVdd 21.6 107

146
SimultaneousIuseIofIsolutionUIsolidVstateINαRIandIXVrayIcrystallographyItoIstudyItheI
conformationalIlandscapeIofItheIrrhIproteinIduringIoligomerizationIandIcrystallizationWIAdvancesg
andgApplicationsgingBioinformaticsgandgChemistryUI2010UIbUIadVbg

1.5

145 StructuralIinsightsIintoIserineVrichIfimbriaeIfromIvramVpositiveIbacteriaWIJournalgofgBiologicalg
ChemistryUI2010UIagdUIbacceVdf 5.4 43

144 setailedIstructuralIandIassemblyImodelIofItheItypeIxxIsecretionIpilusIfromIsparseIdataWIProceedingsg
ofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaUI2010UIZYfUIZbYgZVe 11.5 54

143 romparativeIevaluationIofIbsIvirtualIligandIscreeningImethodsiIimpactIofItheImolecularIalignmentI
onIenrichmentWIJournalgofgChemicalgInformationgandgModelingUI2010UIdYUIhhaVZYYc 6.1 47

142 ProteinIStructureIralculationIusingIpmbiguousIRestraintsI2010UI 3

141 pnItfficientIProtocolIforINαRVSpectroscopyVqasedIStructureIseterminationIofIProteinIromplexesI
inISolutionWIAngewandtegChemieUI2010UIZaaUIaYZZVaYZc 3.6 5

140 pnIefficientIprotocolIforINαRVspectroscopyVbasedIstructureIdeterminationIofIproteinIcomplexesIinI
solutionWIAngewandtegChemiegwgInternationalgEditionUI2010UIchUIZhefVfY 16.4 88

139 xnfluenceIofIdifferentIassignmentIconditionsIonItheIdeterminationIofIsymmetricIhomodimericI
structuresIwithIpRxpWIProteins:gStructurevgFunctiongandgBioinformaticsUI2009UIfdUIdehVgd 4.2 29

138 ShellingItheIVoronoiIinterfaceIofIproteinVproteinIcomplexesIrevealsIpatternsIofIresidueI
conservationUIdynamicsUIandIcompositionWIProteins:gStructurevgFunctiongandgBioinformaticsUI2009UIfeUIeffVha4.2 39

137 pTPIconformationsIandIionIbindingImodesIinItheIactiveIsiteIofIanthraxIedemaIfactoriIaI
computationalIanalysisWIProteins:gStructurevgFunctiongandgBioinformaticsUI2009UIffUIhfZVgb 4.2 10

136 rpSsVNαRiIcriticalIassessmentIofIautomatedIstructureIdeterminationIbyINαRWINaturegMethodsUI
2009UIeUIeadVe 21.6 51

135 TowardIaIunifiedIrepresentationIofIproteinIstructuralIdynamicsIinIsolutionWIJournalgofgthegAmericang
ChemicalgSocietyUI2009UIZbZUIZehegVfd 16.4 98

134 xnsightsIintoItheIenzymaticImechanismIofIeVphosphogluconolactonaseIfromITrypanosomaIbruceiI
usingIstructuralIdataIandImolecularIdynamicsIsimulationWIJournalgofgMoleculargBiologyUI2009UIbggUIZYYhVaZ6.5 12

133 pccurateINαRIstructuresIthroughIminimizationIofIanIextendedIhybridIenergyWIStructureUI2008UIZeUIZbYdVZa5.2 43

132 romparativeIanalysisIofIstructuralIandIdynamicIpropertiesIofItheIloadedIandIunloadedIhemophoreI
waspiIfunctionalIimplicationsWIJournalgofgMoleculargBiologyUI2008UIbfeUIdZfVad 6.5 47
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131 bsIstructureIdeterminationIofItheIrrhIproteinIfromIhighlyIambiguousIsolidVstateINαRIrestraintsWI
JournalgofgthegAmericangChemicalgSocietyUI2008UIZbYUIbdfhVgh 16.4 128

130 SNpRtIproteinImimicryIbyIanIintracellularIbacteriumWIPLoSgPathogensUI2008UIcUIeZYYYYaa 7.6 124

129 StructuralIbiologyIbyINαRiIstructureUIdynamicsUIandIinteractionsWIPLoSgComputationalgBiologyUI2008
UIcUIeZYYYZeg 5 94

128 xSsiIaIsoftwareIpackageIforIqayesianINαRIstructureIcalculationWIBioinformaticsUI2008UIacUIZZYcVd 7.2 28

127 pIunifyingIprobabilisticIframeworkIforIanalyzingIresidualIdipolarIcouplingsWIJournalgofgBiomolecularg
NMRUI2008UIcYUIZbdVcc 3 16

126 pIstructureIrefinementIprotocolIcombiningINαRIresidualIdipolarIcouplingsIandIsmallIangleI
scatteringIrestraintsWIJournalgofgBiomoleculargNMRUI2008UIcZUIZhhVaYg 3 52

125 vraphicalIanalysisIofINαRIstructuralIqualityIandIinteractiveIcontactImapIofINOtIassignmentsIinI
pRxpWIBMCgStructuralgBiologyUI2008UIgUIbY 2.7 4

124 ProbabilisticIstructureIcalculationWIComptesgRendusgChimieUI2008UIZZUIbdeVbeh 2.7 3

123 StructuralIqioinformaticsIandINαRIStructureIseterminationWINucleicgAcidsgandgMoleculargBiologyUI
2008UIZabVZbf 1

122 pRxpaiIautomatedINOtIassignmentIandIdataIintegrationIinINαRIstructureIcalculationWI
BioinformaticsUI2007UIabUIbgZVa 7.2 404

121 qiskitVVaIsoftwareIplatformIforIstructuralIbioinformaticsWIBioinformaticsUI2007UIabUIfehVfY 7.2 51

120 ThreeIdimensionalIstructureIandIimplicationsIforItheIcatalyticImechanismIofI
eVphosphogluconolactonaseIfromITrypanosomaIbruceiWIJournalgofgMoleculargBiologyUI2007UIbeeUIgegVgZ 6.5 18

119 ulexibilityIandIconformationalIentropyIinIproteinVproteinIbindingWIStructureUI2006UIZcUIegbVhb 5.2 113

118 WeightingIofIexperimentalIevidenceIinImacromolecularIstructureIdeterminationWIProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaUI2006UIZYbUIZfdeVeZ 11.5 66

117
rlinicalIandImutationalIinvestigationsIofItyrosinemiaItypeIxxIinINorthernITunisiaiIidentificationIandI
structuralIcharacterizationIofItwoInovelITpTImutationsWIMoleculargGeneticsgandgMetabolismUI2006UI
ggUIZgcVhZ

3.7 18

116 NαRIinItheISPxNtIStructuralIProteomicsIprojectWIActagCrystallographicagSectiongD:gBiologicalg
CrystallographyUI2006UIeaUIZZdYVeZ 10

115 trrorIdistributionIderivedINOtIdistanceIrestraintsWIProteins:gStructurevgFunctiongandgBioinformaticsUI
2006UIecUIedaVec 4.2 11

114
seterminationIofIdihedralIPsiIanglesIinIlargeIproteinsIbyIcombiningINwQNRXrQalphaRwQalphaRI
dipoleXdipoleIcrossVcorrelationIandIchemicalIshiftsWIProteins:gStructurevgFunctiongandgBioinformaticsUI
2006UIecUIhbZVh

4.2 4
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113 romparisonIofIdifferentItorsionIangleIapproachesIforINαRIstructureIdeterminationWIJournalgofg
BiomoleculargNMRUI2006UIbcUIZdbVee 3 6

112
uunctionalIanalysisIofIearlyIsecretedIantigenicItargetVeUItheIdominantITVcellIantigenIofI
αycobacteriumItuberculosisUIrevealsIkeyIresiduesIinvolvedIinIsecretionUIcomplexIformationUI
virulenceUIandIimmunogenicityWIJournalgofgBiologicalgChemistryUI2005UIagYUIbbhdbVh

5.4 117

111 αodelingIerrorsIinINOtIdataIwithIaIlogVnormalIdistributionIimprovesItheIqualityIofINαRIstructuresWI
JournalgofgthegAmericangChemicalgSocietyUI2005UIZafUIZeYaeVf 16.4 34

110 NormalImodeIanalysisIsuggestsIaIquaternaryItwistImodelIforItheInicotinicIreceptorIgatingI
mechanismWIBiophysicalgJournalUI2005UIggUIbhdcVed 2.9 165

109 TheIimpactIofIproteinIflexibilityIonIproteinVproteinIdockingWIProteins:gStructurevgFunctiongandg
BioinformaticsUI2005UIdgUIZaeVbb 4.2 35

108 QuantitativeIstudyIofItheIeffectsIofIchemicalIshiftItolerancesIandIratesIofISpIcoolingIonIstructureI
calculationIfromIautomaticallyIassignedINOtIdataWIJournalgofgMagneticgResonanceUI2005UIZfdUIhaVZYa 3 30

107 qayesianIestimationIofIzarplusIparametersIandItorsionIanglesIfromIthreeVbondIscalarIcouplingsI
constantsWIJournalgofgMagneticgResonanceUI2005UIZffUIZeYVd 3 21

106 SO pRxpiIaIprotocolIforIautomatedIcrossVpeakIassignmentIandIstructureIcalculationIforIsolidVstateI
magicVangleIspinningINαRIspectroscopyWIAngewandtegChemiegwgInternationalgEditionUI2005UIccUIeZdZVc 16.4 27

105 SO pRxpiIpIProtocolIforIputomatedIrrossVPeakIpssignmentIandIStructureIralculationIforI
SolidVStateIαagicVpngleISpinningINαRISpectroscopyWIAngewandtegChemieUI2005UIZZfUIebYfVebZY 3.6 6

104 xnfluenceIofIchemicalIshiftItolerancesIonINαRIstructureIcalculationsIusingIpRxpIprotocolsIforI
assigningINOtIdataWIJournalgofgBiomoleculargNMRUI2005UIbZUIaZVbc 3 8

103 RtrOORsiIaIrecalculatedIcoordinateIdatabaseIofIdYYTIproteinsIfromItheIPsqIusingIrestraintsIfromI
theIqioαagResqankWIProteins:gStructurevgFunctiongandgBioinformaticsUI2005UIdhUIeeaVfa 4.2 285

102 xnferentialIstructureIdeterminationWIScienceUI2005UIbYhUIbYbVe 33.3 268

101 ReplicaVexchangeIαonteIrarloIschemeIforIbayesianIdataIanalysisWIPhysicalgReviewgLettersUI2005UIhcUIYZgZYd7.4 56

100 qayesianIinferenceIappliedItoImacromolecularIstructureIdeterminationWIPhysicalgReviewgEUI2005UIfaUIYbZhZa2.4 27

99
ronservationIofItheIbiochemicalIpropertiesIofIxncpIfromIrhlamydiaItrachomatisIandIrhlamydiaI
caviaeiIoligomerizationIofIxncpImediatesIinteractionIbetweenIfacingImembranesWIJournalgofg
BiologicalgChemistryUI2004UIafhUIcegheVhYe

5.4 73

98 romplementarityIofIstructureIensemblesIinIproteinVproteinIbindingWIStructureUI2004UIZaUIaZadVbe 5.2 160

97 rorrectionIofIspinIdiffusionIduringIiterativeIautomatedINOtIassignmentWIJournalgofgMagneticg
ResonanceUI2004UIZefUIbbcVca 3 51

96 SolutionIstructureIofItheIbYIksaIpolysulfideVsulfurItransferaseIhomodimerIfromIWolinellaI
succinogenesWIBiochemistryUI2004UIcbUIZcZgVac 3.2 23
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95 NOtIassignmentIwithIpRxpIaWYiItheInutsIandIboltsWIMethodsgingMoleculargBiologyUI2004UIafgUIbfhVcYa 1.4 50

94 RefinementIofIproteinIstructuresIinIexplicitIsolventWIProteins:gStructurevgFunctiongandgBioinformaticsUI
2003UIdYUIcheVdYe 4.2 521

93 pRxpiIautomatedINOtIassignmentIandINαRIstructureIcalculationWIBioinformaticsUI2003UIZhUIbZdVe 7.2 397

92 StructureIofItheIhistoneImRNpIhairpinIrequiredIforIcellIcycleIregulationIofIhistoneIgeneI
expressionWIRnaUI2002UIgUIahVce 5.8 34

91 PathwaysIandIintermediatesIinIforcedIunfoldingIofIspectrinIrepeatsWIStructureUI2002UIZYUIZYgdVhe 5.2 71

90 ProteinIfoldingIinImodeIspaceiIaIcollectiveIcoordinateIapproachItoIstructureIpredictionWIProteins:g
StructurevgFunctiongandgBioinformaticsUI2002UIchUIbedVff 4.2 2

89 SolutionIstructureIofItheIcoiledVcoilItrimerizationIdomainIfromIlungIsurfactantIproteinIsWIJournalgofg
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fibronectinItypeIxxxIdomainsWIStructureUI1998UIeUIZahZVbYa 5.2 39

62 tssentialIspacesIdefinedIbyINαRIstructureIensemblesIandImolecularIdynamicsIsimulationIshowI
significantIoverlapWIProteins:gStructurevgFunctiongandgBioinformaticsUI1998UIbZUIbfYVbga 4.2 58
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syndromeWINaturegStructuralgBiologyUI1997UIcUIfZaVe 71

53 SolutionIstructureIofItheIsNpVbindingIdomainIandImodelIforItheIcomplexIofImultifunctionalI
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46 StructureIdeterminationIofItheINVterminalIthioredoxinVlikeIdomainIofIproteinIdisulfideIisomeraseI
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inhibitorUIaImemberIofIaInovelIclassIofIproteinaseIinhibitorsWIBiochemistryUI1990UIahUIZgbVh 3.2 31
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